meaningfully analysed without previous gating, and the closest gate that we believe to resemble whole PBMC is live lymphocytes (in this figure below, the red oval gate in C). 
2) In ELISPOT (panel

4)
In ELISPOT, all the data are background subtracted without additional cut off. We did the same for TFI NORM , as illustrated below. 5) The Core, NS3, NS5A and NS5B peptide pools were used in an identical fashion in ICS and ELISPOT, but we combined some of the peptide pools for ICS that were previously used individually in ELISPOT, for example, NS2 and P7 were used individually in ELISPOT but combined (named NS2P7 now) in ICS. Subsequently, the ELISPOT "spots per million
PBMC" values from NS2 and P7 were summed to enable the comparison. This principle also applies to E1E2, NS4 and 6×CTL peptides. The two sets of data showed little consistency.
Results
For
Comparing ELISPOT and ICS data. In a general sense? When data from all patients were combined and the total number of responses detected at each time point were counted (regardless of the magnitude, please see reference [7] , where ICS responses were counted in this manner), we discovered a significant positive correlation between ELISPOT and ICS (P = 0.018, Wilcoxon signed-ranks test).
Thus in a broad and collective sense, ICS does not fundamentally conflict with ELISPOT. Thus, while not fundamentally conflicting, the ELISPOT and ICS data could not be quantitatively compared. We believe that this situation has a theoretical basis and could not be resolved by repeating the experiments side by side. 
